



breakpoints in four New
World Monkey karyotypes
compared to Chlorocebus
aethiops and Homo sapiens
Xiaobo Fan a, Weerayuth Supiwong b, Anja Weise a, Kristin Mrasek a,
Nadezda Kosyakova a, Alongkoad Tanomtong b, Krit Pinthong b,
Vladimir A. Trifonov c, Marcelo de Bello Cioffi d, Pierre Grothmann e,
Thomas Liehr a,*, Edivaldo H.C.de Oliveira f
a Jena University Hospital, Friedrich Schiller University, Institute of Human Genetics,
Kollegiengasse 10, D-07743 Jena, Germany
bDepartment of Biology Faculty of Science, KhonKaen University, 123 Moo 16 Mittapap Rd.,
Muang District, KhonKaen 40002, Thailand
c Institute of Molecular and Cellular Biology SB RAS, Novosibirsk, Russia
dDepartamento de Genética e Evolução, Universidade Federal de São Carlos, São Carlos, SP, Brazil
e Serengeti-Park Hodenhagen GmbH, Am Safaripark 1, 29693, Hodenhagen, Germany
fFaculdade de Ciências Naturais, ICEN, Universidade Federal do Pará, Campus Universitário do Guamá,
66075-110 Belém-PA, Brazil
*Corresponding author at: Institut für Humangenetik, Postfach, D-07740 Jena, Germany. Tel.: +49 3641 935533;
fax: +49 3641 935582.
E-mail address: Thomas.Liehr@med.uni-jena.de (T. Liehr).
Abstract
Comparative cytogenetic analysis in New World Monkeys (NWMs) using human
multicolor banding (MCB) probe sets were not previously done. Here we report on
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and heterochromatin specific probes in four NWMs and one Old World Monkey
(OWM) species, i.e. in Alouatta caraya (ACA), Callithrix jacchus (CJA), Cebus
apella (CAP), Saimiri sciureus (SSC), and Chlorocebus aethiops (CAE),
respectively. 107 individual evolutionary conserved breakpoints (ECBs) among
those species were identified and compared with those of other species in previous
reports. Especially for chromosomal regions being syntenic to human
chromosomes 6, 8, 9, 10, 11, 12 and 16 previously cryptic rearrangements could
be observed. 50.4% (54/107) NWM-ECBs were colocalized with those of OWMs,
62.6% (62/99) NWM-ECBs were related with those of Hylobates lar (HLA) and
66.3% (71/107) NWM-ECBs corresponded with those known from other
mammalians. Furthermore, human fragile sites were aligned with the ECBs found
in the five studied species and interestingly 66.3% ECBs colocalized with those
fragile sites (FS). Overall, this study presents detailed chromosomal maps of one
OWM and four NWM species. This data will be helpful to further investigation on
chromosome evolution in NWM and hominoids in general and is prerequisite for
correct interpretation of future sequencing based genomic studies in those species.
Keywords: Genetics, Evolutionary genetics, Evolutionary conserved breakpoints,
Multicolor banding, New World Monkeys, Old World Monkeys, Fragile sites,
Atelidae, Cebidae
Abbreviations: ACA: Alouatta caraya, BACs: bacterial artificial chromosomes,
CAE: Chlorocebus aethiops, CJA: [5_TD$DIFF]Callithrix jacchus, CAP: Cebus apella,
EC: evolutionary conserved, ECBs: evolutionary conserved breakpoints,
FISH: fluorescence in situ hybridization, FS: fragile site, HCM: heterochromatin
mix, HLA: Hylobates lar, HSA: Homo sapiens, HSBs: homologous syntenic
blocks, MCB: multicolor banding, NGS: Next-generation sequencing,
NOR: nucleolus organizer region, NWMs: New World Monkeys, OWMs: Old
World Monkeys, SSC: Saimiri sciureus, subCTM: sub-centromere/subtelomere-
specific multicolor (FISH), wcp: whole human chromosome painting
1. Introduction
New World Monkeys (NWMs) inhabit tropical forests of Southern Mexico, central
and South America, but especially the Amazon rainforests. Nowadays, there are
over 120 recognized species that comprise of over 16 genera, commonly classified
in 3 families. It is known from cytogenetic studies that NWMs have high
interchromosomal and intrachromosomal karyotypic diversity in terms of
chromosome structure and numbers, the latter ranging from 2n = 16 to 2n = 62
(Groves, 2001).
Four NWM species from two families are included in this study: Alouatta
caraya (ACA) from the family Atelidae, and Callithrix jacchus (CJA), Cebus
apella (CAP), Saimiri sciureus (SSC) from the family Cebidae. These species
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have been previously investigated for their chromosomal organization, however
primarily just by application of cytogenetic techniques, such as
G-banding analyses in CAP (Freitas and Seuánez 1982), CJA (Ardito et al.,
1987), ACA (Rahn et al., 1996) and SSC (Srivastava et al., 1969), C-banding
in CAP (Freitas and Seuánez 1982), CJA (Bedard et al., 1978), ACA (Mudry
et al., 1994) and SSC (Jones and Ma 1975), and Ag-NOR staining in CAP
(Freitas and Seuánez 1982), CJA (Bedard et al., 1978), ACA (Mudry et al.,
1994) and SSC (Goodpasture and Bloom, 1975). Since the 1990s, fluorescence
in situ hybridization (FISH) applying whole human chromosome painting (wcp)
probes and/or monkeys chromosome-specific probes have been successively
utilized for comparative cytogenetics studies in NWMs, like CAP (Richard
et al., 1996; Garcia et al., 2000), CJA (Sherlock et al., 1996; Neusser et al.,
2001), ACA ( [6_TD$DIFF]de Oliveira et al., 2002) and SSC (Stanyon et al., 2000).
Apart from NWMs, Old World Monkeys (OWMs) and apes also were subject
of research before using cytogenetics and FISH; examples are chimpanzees,
gorillas, orangutans, lesser apes, African green monkey (Chlorocebus aethiops
= CAE), macaques and langurs (Stanyon et al., 1992; Wienberg et al., 1990,
1992; Luke and Verma, 1992; Ried et al., 1992; Koehler et al., 1995; Bigoni
et al., 1997; Finelli et al., 1999). While chromosomal diploid numbers and
evolutionary conserved rearrangements could be determined or at least
suggested already based on cytogenetics, FISH painting using wcp probes
made it possible to investigate a wide range of interchromosomal
translocations which took place during hominoid-evolution. However, the
relatively limited resolution of wcp probes hampered detection of smaller
rearrangements and intrachromosomal changes, like inversions. This could be
overcome by FISH-banding approaches (Liehr et al., 2006) like multicolor
banding (MCB) (Liehr et al., 2002; Weise et al., 2008). MCB was successfully
applied for comparative mapping of the following primate species before:
Gorilla gorilla (Mrasek et al., 2001), Hylobates lar (Mrasek et al., 2003),
Trachypithecus cristatus (Fan et al., 2013), Macaca nemestrina (Fan et al.,
2014a), Macaca sylvanus (Fan et al., 2014b) and Macaca fascicularis
(Fan et al., 2014c).
In this study, we determined the chromosomal structure of the following
4 NWM species: CAP (2n = 54), CJA (2n = 46), ACA (2n = 50) and SSC
(2n = 44), as well as of one species OWM-species CAE (2n = 60). Besides
MCB, bacterial artificial chromosomes (BACs) have been used for
identification of centromeric positions and possible cryptic aberrations.
Furthermore, positions of evolutionary conserved breakpoints (ECBs) among
the studied OWM and NWM species were compared to data from the
literature. Finally, a new phylogenetic tree was suggested based on the ECBs
and EC rearrangements found in this study.
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2. Material and methods
2.1. Cell culture and chromosomal preparation
Immortalized lymphoblast cell lines derived from tufted capuchin monkey
(Cebus apella, CAP; female), common marmoset (Callithrix jacchus, CJA;
female), howler monkey (Alouatta caraya, ACA; female), squirrel monkey
(Saimiri sciureus, SSC; female) and the African green monkey (Chlorocebus
aethiops, CAE; female) were cultivated according to standard techniques.
Chromosomes were prepared following standard protocols (Mrasek et al., 2001).
2.2. Fluorescence in situ hybridization (FISH)
FISH was done as previously reported using locus-specific bacterial artificial
chromosomes (BAC) probes and/or multicolor banding (MCB) probe sets
(Fan et al., 2013). Also all chromosome-specific sub-centromere/subtelomere-
specific multicolor (subCTM-)FISH probe sets were applied (Gross et al.,
2006) apart the Y-chromosome specific one, as only female cell lines were
available. Additionally, the following homemade Homo sapiens (HSA) derived
microdissection probes were utilized: a probe specific for the short arm of all
human acrocentric chromosomes (midi54) (Mrasek et al., 2003), and partial
chromosome paints for some selected chromosome-arms (Liehr and Claussen,
2002). Furthermore, a probe specific for the nucleolus organizer region (NOR)
and a probe set directed against all heterochromatic regions present in the
human genome (1q12, 16q11.2, 9q12, 9p12/ 9q13, 15p11.2-p11.1, 19p12/q12
and Yq12), the so-called heterochromatin mix (HCM) probe set (Bucksch
et al., 2012) were utilized.
Images were captured by an Axioplan II microscope (Carl Zeiss Jena GmbH,
Germany) equipped with filter sets for DAPI, FITC, TR, SO, Cy5 and DEAC.
Image analysis was performed via pseudocolor banding and fluorochrome
profiles of the ISIS digital FISH imaging system (Meta Systems Hard &
Software GmbH, Altlussheim, Germany). A total of 10 up to 20 metaphases
per species and probe were analyzed.
3. Results
Multicolor banding (MCB) using human chromosome-specific probe sets was
successfully applied in all five here studied species. Results were obtained for
all chromosomes excluding Y-chromosome, as only female individuals were
available for this study. ECBs and centromeric positions could be estimated at
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[(Fig._1)TD$FIG]
Fig. 1. Representative MCB pseudo-color results using human probes on the five species studied
here; depicted are only new, not including confirmatory results of previously published findings
from others. HSA chromosomes are numbered by white figures, monkey chromosomes in other
colors. Also FISH-results using HSA 9p12/9q13 probes in the five studies species are depicted in
the bottom right corner. Arrows show the location of monkey centromere.
Abbreviations: ACA = Alouatta caraya, CAE = Chlorocebus aethiops, CAP = Cebus apella,
CJA = Callithrix jacchus, HSA = Homo sapiens, SSC = Saimiri sciureus.
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Besides MCB probes specific for all sub-centromeric and sub-telomeric regions
in HSA were also applied (results not shown). Some of centromeric positions
were flanked by sub-centromeric probes and exactly mapped; remaining
centromeric positions could be narrowed down by MCB (Supplementary
Table S1). None of the sub-telomeric regions were involved in, compared to
human, cryptic rearrangements during evolution of the five studied species
(results not shown). Also, apart from 3 exceptions none of the human specific
heterochromatic regions covered by the HCM probe-sets could be aligned to the
homologous regions in the five studied species: signals for the HSA-specific
probe covering 19p12/19q12 were observed on CAP9, ACA8, CJA22, SSC14
and CAE6, respectively; NOR-specific probe and probe specific for HSA
9p12/9q13 corresponded to chromosomes CAP19, ACA3, CJA1, SSC2 and
CAE12, respectively (Fig. 1).
In total, in all five studied species, 363 ECBs which cannot be observed in HSA
(Supplementary Table S2) and 253 homologous syntenic blocks (HSBs) were
identified in this study. Practically all chromosomes studied underwent at least
one rearrangement in the studied species compared to human (Supplementary
Table S1; Table 1). As substantial parts of the overall observed 363 ECBs were
seen in two or all of the studied species overall 107 different ECBs were
identified (Supplementary Table S2).
Centromeric regions were either (i) de novo as interstitial ones within evolutionary
conserved blocks, (ii) de novo formed in ECBs and/or break/fusion points or (iii)
conserved compared to regions homologous to human centromeres. Also (iv) the
latter two types could seed two centromeric positions. All four types of centromere
positioning were found in all five studied species to different extents
(Supplementary Table S1).
An analysis of HSBs based on detected ECBs on the five studied species is
shown in Fig. 2. HSB rates were different per homologous HSA-chromosomes
and species. E.g. HSA3 had much more HSBs than similar sized HSA1 and
HSA2 chromosomes. The overall tendency is that the number of ECBs
decreased with the size of the human chromosomes. Overall SSC had the most
while CAP had the smallest number of HSBs compared to HSA.
The ECBs of CAP, ACA, CJA, SSC and CAE from Supplementary Table S1
were further compared with ECBs in other species (Supplementary Table S2).
50.4% (54/107) NWM-ECBs were colocalized with those OWM, 62.6%
(62/99) NWM-ECBs were related with those of HLA and 66.3% (71/107)
NWM-ECBs corresponded with those known from other mammalians, based
on Supplementary Table S2. Furthermore, human fragile sites (FS) were
aligned with the ECBs found in the five studied species and interestingly
66.3% ECBs colocalized with those FS.
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For Capuchin monkey (Cebus apella, CAP) 43 ECBs were identified by
FISH-banding (Supplementary Table S1). Additionally there are eight
conserved centromeric regions compared with human (i.e. HSA1, HSA13,
HSA16, HSA19, HSA20, HSA22, HSAX). Twenty-three regions were
identified as de novo centromeres: twenty presented at break/fusion points
(details see the Supplementary Table S1), three in the middle of conserved
chromosomal block (i.e. 4q32.1, 5q31.3, 8q21.13). The regions homologous to
15q24.1 as well as centromeric region homologous to HSA1 were used for
seeding of two centromeric positions, each (Supplementary Table S1).
Howler monkey (Alouatta caraya, ACA) had 51 ECBs and interestingly,
ACAX2 chromosome was delineated as der(3)
Table 1. Evolutionary conserved breakpoints as found in the present study; those used for designing of
Fig. 3 are highlighted by asterisk.
Homologues in HSA CAP CJA SSC ACA CAE
hom. abbr. hom. abbr. hom. abbr. hom. abbr. hom. abbr.
1 14 der(1) 1* 7 t(1;10) 11 der(1) 1* 1 t(1;5) 20 –
1 22 der(1) 2* 19 der(1) 2* 18 der(1) 2* 23 der(1) 2* 20; 25 –
1 23 – 18 – 14 t(1;19) 22 – 20 –
3 20 – 17 – 6 20 inv t(3;20)* X2 t(3;15)* 15 –
3; 21 11 t(3;21)* 21 t(3;21) cen* 21 t(3;21)* 21 t(3;21)* 2; 22 –
4 2 – 3 – 3 4 inv 4; 9; 19 4 compl 7; 27 4 fi
7 15 – 8 7 inv1 10 7 inv2 14 – 21 –
8 8 del(8)* 16 del(8) inv* 15 del(8)* 17 del(8)* 8 –
8; 18 7 t(8;18)* 13 t(8;18)* 13 t(8;18)* 6 t(8;18)* 8; 18 –
10 26 – 7 t(1;10) 9 t(3;10) 24 – 9 –
10; 16 4 t(10;16)* 12 t(10;16)* 9; 12 t(10;16)* 5 t(10;16) inv* 5; 9 10 compl
12 12 12 inv* 9 – 5 12 inv 11 – 11 –
13 17 – 5 t(13;17)* 16 – 15 – 3 –
14; 15 6 t(14;15)* inv 10 t(14;15)* 2 t(14;15) compl* 19; 20 t(14;15) fi* 24; 26 –
16 5 t(2;16)* 20 – 1 t(2;16;5)* 4; 16 t(4;16) 5 –
17 21 17 inv2 5 t(17;20) 17 – 7 – 16 17 inv1
19 9 – 22 – 14 t(1;19) 8 – 6 –
20 10 20 inv* 5 t(17;20) 6 20 inv t(3;20)* 10 t(2;20) 2 t(2;21)
22 25 – 1 t(9;22)* 19 – 3 t(9;22)* 19 –
X X – X – X X neo X1 – X –
Abbreviations: abbr. = abbreviation as used in Fig. [3_TD$DIFF] 3; hom. = homologous chromosome(s); ACA = Alouatta caraya;
CAE = Chlorocebus aethiops; CAP = Cebus apella; CJA = Callithrix jacchus; SSC = Saimiri sciureus; HSA = Homo sapiens;
NWM = New World Monkey; OWM = Old World Monkey; t = translocation, del = deletion, der = derivative chromosome,
inv = inversions, fi = fission; neo = neo-centromere.
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(15qter→15q24.3::3q27.1→3q22.1::3p25.3→3p21.31:). Five centromeric regions
remained conserved compared to human (HSA1, HSA8, HSA13, HSA19,
HSAX). Twenty-seven regions were identified as de novo centromeres:
twenty-three formed at break/fusion points (details see the Supplementary
Table S1), four were again in the middle of conserved blocks (i.e. 4q34.1,
10p11.21, 12p13.3 and 17q23.2); the regions homologous to 2q14.3 and 15q24.1
seeded two centromeric positions (Supplementary Table S1).
Common Marmoset (Callithrix jacchus, CJA) had 48 ECBs in a chromosome
set of 46. Also there are ten centromeric regions conserved compared to human
(HSA1, HSA3, HSA9, HSA12, HSA14, HSA15, HSA16, HSA19 and HSAX).
Neocentromeres formed in twenty regions; seventeen are present at break/fusion
points, three are interstitial in conserved blocks (i.e. 4q32.1, 5q31.3 and 7p21.1),
and two regions (2q14.3 and HSA 16) seeded again two centromeric positions,
each (Supplementary Table S1).
FISH-results for Squirrel monkey (Saimiri sciureus, SSC) are summarized in
Supplementary Table S1: there are 67 ECBs in this species compared to HSA.
Six centromeres were conserved compared to human (HSA1, HSA13, HSA15,
HSA16 and HSA22). Twenty-three regions were identified as de novo
centromeres of which nineteen are located at break/fusion points, the remainder
[(Fig._2)TD$FIG]
Fig. 2. Analysis of homologous syntenic block and evolutionary conserved breakpoints (ECBs) on
the five studied species. A: The linkage map shows homologous syntenic blocks (HSB) of HSA
chromosomes 1-22 and X compared to ACA = Alouatta caraya, CAE = Chlorocebus aethiops, CAP
= Cebus apella, CJA = Callithrix jacchus, HSA = Homo sapiens, SSC = Saimiri sciureus. HSB
rates per chromosome and species are shown. B: The graph shows the distribution of breakpoints in
five studied monkeys with respect to the human chromosomes (colored dots), and the calculated
breakpoints tendency curve (lines). As expected the number of breakpoints decreased with the size
of the human chromosomes. SSC had in this study compared to HSA the most ECBs, CAP the
smallest number of ECBs.
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centromeres are interstitial in conserved blocks (i.e. 4q32.1, 10q26.3, 11q12.1
and Xq25). Finally, HSA 1 was used for seeding of two centromeric positions
(Supplementary Table S1).
Results for African green monkey (Chlorocebus aethiops, CAE) and its 60 [7_TD$DIFF]CAE
chromosomes 39 ECBs can be found in Supplementary Table S1. In CAE there
are eleven conserved centromeric regions compared to human (HSA2, HSA5,
HSA8, HSA10, HSA12, HSA14, HSA16, HSA17, HSA19, HSA20, HSAX).
De novo centromeres formed in 21 regions: fourteen are present at break/fusion
points, there are seven interstitial ones in conserved blocks (i.e. 2q14.3, 3q26.33,
4q13.1, 6p11.2, 9q34.13, 13q21.31, 18q21.1), and two regions (7q11.21 and
15q24.1) seeded two centromeric positions, each (Supplementary Table S1).
4. Discussion
This study comprehensively characterized by high resolution molecular
cytogenetics four species from NWMs derived from family Atelidae and
Cebidae. Also one OWM species from the Cercopithecini was selected for the
present study. This combination of species was done considering the assumption
that NWM ancestors came from Africa. This idea was based on basis of
morphological resemblance between NWM and the African anthropoid fossils
(Schrago and Russo, 2003) and the African rafting source theory (Kay 2015).
However, the present study did not find gross similarities between CAE from
OWMs and the studied NMW species. Thus, CAE may have common ancestors
with the studied NWMs but is no relative with many EC rearrangements in
[(Fig._3)TD$FIG]
Fig. 3. A) Based on the here described evolutionary conserved changes a putative pedigree for the 4
NMM and one OWM is provided. B) The same putative pedigree according to Ford (1986) and C)
Perelman et al. (2011) suggesting the same as Finstermeier et al. (2013).
Abbreviations: ACA = Alouatta caraya; CAE = Chlorocebus aethiops; CAP = Cebus apella; CJA
= Callithrix jacchus; SSC = Saimiri sciureus; NWM = New World Monkey; OWM = Old World
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common (Table 1 and Fig. 3) Also available previously published own data on
karyotypes of Macaques (tribe Papionini) (Fan et al., 2014a, [8_TD$DIFF]b,c) Trachypithecus
cristatus (TCR) (Fan et al., 2013), and Hylobates lar (HLA) (Mrasek et al.,
2003) revealed by identical approaches as used here were included in the
present study (Supplementary Table S2).
In general, our results confirmed previous data on homologous regions of the here
studied five species and HSA (Garcia et al., 2000; Stanyon et al., 2000; Neusser
et al., [9_TD$DIFF]2001; de Oliveira et al., 2002), but also we found that homologous regions
for HSA chromosomes 6, 8, 10, 11, 12, 16 and 17 underwent at least one
rearrangement, each, compared to ACA, CJA, CAP, SSC and CAE, respectively.
In fact, 107 evolutionary conserved breakpoints (ECBs) and 253 homologous
syntenic blocks (HSB) were determined. Besides multicolor banding (MCB),
specific human sub-centromeric and sub-telomeric probes were also applied to
identify the distribution of centromeres and telomeres in five species. Some of
chromosome centromeric positions were neo-centromeres that were not
characterized in previous studies (Garcia et al., 2000; Neusser et al., 2001).
Remaining centromeres kept their positions during evolution from common
ancestors to HSA. In contrast to previous report in HLA (Weise et al., 2015), none
cryptic rearrangements were detected in the sub-telomeric regions during evolution
of the five studied species.
Compared to reciprocal chromosome painting or multicolor chromosome bar
coding in previous NWM studies (Neusser et al., 2001; Finelli et al., 1999;
Müller and Wienberg 2001), MCB technique can be applied for the detailed
identification of balanced and unbalanced chromosome rearrangements, even
detected intrachromosomal rearrangements, to provide a genome-wide overview
of sub-regional organization of syntenic segments and position of breakpoints,
changes which are difficult if not impossible to be visualized by chromosome
banding (Wienberg 2005). However, mostly sub-telomeric rearrangements and
the high plasticity of sub-telomeric regions, in contrast to BAC mapping in
HLA study (Misceo et al., 2008) escape the detection by MCB. To overcome
this problem, sub-centromere/sub-telomere as locus specific probes also were
utilized to check for cryptic rearrangements during evolution of the five studied
species. Array-comparative genomic hybridization can only detect precisely map
unbalanced rearrangements. Thus it can only be applied in evolutionary studies
when combining with glass needle based microdissection like previously shown
by us (Weise et al., 2015). Even though possible it is a very laborious approach
which was not chosen for the present study.
Next-generation sequencing (NGS) technology was applied in some evolutionary
studies (Li et al., 2010; Carbone et al., 2014), however, it is difficult to correctly
align sequence and assemble genomes which are extremely reshuffled; thus
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karyotypic data is essentially necessary to correctly understand the NGS-data.
Also NGS is not able to annotate information on position of repetitive elements.
Therefore the human heterochromatin oriented heterochromatin mix (HCM)
FISH set was applied in this study and localized some homologous regions like
NOR or regions homologous to 9p12/9q13. Despite monkey specific repetitive
elements were failed to be detected, they may be also of importance of
evolution. Here also microdissection can be applied, even though this was not
used in the present study (own unpublished data).
Overall, MCB combined with sub-centromeric/sub-telomeric probes and
HCM-FISH set effectively detected detailed ECBs and orientation of newly
arranged chromosomal regions in NWM. In present study, HSA 12, 18, 19, 20
and X were found as most conserved syntenic blocks during evolution.
Chromosomes ACA11 and CJA9 were completely homologous to HSA 12.
This finding is different from previous reports in other NWM which
demonstrated a pericentric inversion (e.g. in Lagothrix lagotricha,Callicebus
moloch, Saimiri boliviensis) (Stanyon et al., 2008). In concordance with the
literature HSA18 is well conserved throughout mammals (Stanyon et al., 2008),
here it was homologous to ACA6, CAP7, CJA13 and SSC13, respectively. Also
our data in all five species HSA19 is conserved as syntenic block supports the
hypothesis that this block is highly conserved after fusing of 19p and 19q in the
anthropoid ancestor including NWM, OWM apes and human (Stanyon et al.,
2008). Chromosomes homologous to HSA20 have structural changes due to
neocentromere formation, translocations or inversions in ACA10, CAE2, CJA5
and other species (Stanyon et al., 2008). Additionally, we confirmed previous
reports that X-chromosome has a centromeric shift in SSC (Rocchi et al., 2012).
This finding supported that there are only a few exceptions from an
X-chromosome being stable in most NWMs (Stanyon et al., 2008).
Centromere repositioning is a widespread phenomenon in genome evolution and
a clustering of segmental duplications around the centromere is a common
feature of primate sub-centromeric regions (Eder et al., 2003; Ventura et al.,
2007). In this study, sub-telomeric and sub-centromeric probes were selected,
which located very close to the telomere or centromere, respectively. Totally, of
the centromeres in the studied five species (ACA, CAE, CAP, CJA and SSC),
43% of the centromeres were conserved and mapped between human sub-
centromeric probes that flanked the centromeres. It is well known that the
centromeric regions do not contain identical alphoid DNA stretches; this is
understood as a hint on faster evolution of these genomic regions compared to
others, euchromatic ones (Archidiacono et al., 1995). Besides, neocentromeres
distinct from HSA centromere position were identified (see details in
Supplementary Table S1). Noteworthy, other authors suggested that blocks of
segmental duplication locate in close proximity to centromeric satellite DNA;
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these neocentromeres could be thus rapidly stabilized by acquiring alpha satellite
DNA (Ventura et al., 2007; She et al., 2004). As previously discussed for HLA
(Mrasek et al., 2003) identical regions can be used twice for centromere-seeding
and regions being telomeric in HSA can be centromeric positions in other
species (Supplementary Table S1). Also [10_TD$DIFF]Ventura et al. 2004 reported that the
centromere of human chromosome 15 occurred in the telomeric region of the
short arm of the ancestral chromosome 15/14 association.[11_TD$DIFF] Possible explanations
are that duplicon exchanges between sub-centromeric and sub-telomeric
duplications are relatively frequent (Bailey et al., 2002) and that evolutionary
new centromere appearance in telomeric regions may be affected by the spread
of sub-centromeric duplications (Ventura et al., 2004).
For numbers of identified ECBs and HSBs, as expected the number of both
decreased with the size of the human chromosome compared to as a reference
(Fig. 2B). In this study CAP had the smallest number of ECBs, compared to
HSA. This finding is in concordance with previous reports that the subfamily
Cebidae among NWM occupies a more basal position and CAP has conserved
chromosomal composition in the ancestral NWM karyotype (Amaral et al.,
2008).
50.4% NWM ECBs colocalized with those of OWM and 62.6% NWM ECBs
related with those of HLA (Supplementary Table S2). Our data show a higher
percentage of ECBs colocalization between NWM and HLA, even though they
are distantly related species. One possible explanation is that HLA experienced
a high degree of chromosomal rearrangements by rapid derived karyotype
evolution, although human and HLA are closely linked by a common ancestor
(Weise et al., 2015). Furthermore, 66.3% (71/107) NWM ECBs were identified
to correspond with those of mammalians in general (Supplementary Table S2).
This finding is consistent with previous reports that 64% human chromosomal
bands that contain evolutionary breakpoints presented in seven mammalian
species (Ruiz-Herrera et al., 2006). Thus, there must be some ‘breakpoint prone
regions’ in the mammalian genomes, which may be used by evolution as well as
in human diseases (Liehr et al., 2011). These regions seem to correlate by large
means especially with human FS (Supplementary Table S2) (Mrasek et al.,
2010). Our data showing 66.3% of the here detected ECBs colocalized with FS
confirmed previous findings that ECB regions are highly relevant to common FS
in the breakage frequency model and that expressed FS have a tendency to
concentrate at ECBs (Ruiz-Herrera et al., 2006; Fungtammasan et al., 2012).
In the present study, the karyotype of human was compared with chromosomes
of CAP, ACA, SSC and CJA. CAE is an OWM considered to have common
ancestors with NWMs studied and was used as an outgroup here. The data
presented here enabled to follow up the chromosomal evolution among the
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NWMs. Shared chromosomal rearrangements were considered as cladistics
markers for linkage. Fig. 3 summarizes a putative pedigree for NWMs analyzed
(see also Table 1). The translocation of human 9/22 homologs was observed in
both ACA and CJA as a landmark distinct from a sister group of CAP and SSC.
And unique translocations of 10/16, 4/16, 2/20, 3/15 and 1/5 in ACA on the
sub-chromosomal region level confirmed previous publications ([6_TD$DIFF]de Oliveira
et al., 2012). Furthermore, less number of chromosomal rearrangements was
observed in CAP, which proved that CAP at a basal position in NWM depicted
before (Neusser et al., 2001; Amaral et al., 2008). Meanwhile, CAP sharing
chromosome rearrangements with SSC including two translocations HSA2/16,
3/21 and inversions in HSA20 and HSA12, forming a clade, indicated they have
a closer relationship than other two species. This finding is in agreement with
previous molecular phylogenetic tree (Finstermeier et al., 2013). The results
obtained here are in concordance with previous morphological studies (Ford
1986), however do not fit to recent molecular phylogenetic ones (Perelman
et al., 2011; Finstermeier et al., 2013). It is a possible explanation that due to
uncoupled molecular and morphological evolution, the likelihood of
reconstructing similar phylogenetic relationships was affected. Therefore
phylogenetic history merely relied on previous molecular trees need be
reevaluate (Perez and Rosenberger, 2014). The controversy of NWM
phylogenetic relationship still remains as distinct molecular and morphological
datasets, further comparative cytogenetic studies could provide new insights to
reach a final conclusion relied on the high resolution of genetic datasets of
sufficient species.
5. Conclusion
Overall, the present study provides new insights into chromosomal evolution in
NWMs, thus confirming and extending previous observations. Moreover, our
results are bases for more detailed characterization of ECBs in future. The latter
may then lead to further investigations of genomic features of ECBs, such as
tandem repeats, segmental duplications and copy number variant regions.
Meanwhile, our molecular cytogenetic data confirms ideas on involvement of
FSs in genomic stability during evolution.
Declarations
Author contribution statement
Xiaobo Fan: Conceived and designed the experiments; Performed the
experiments; Analyzed and interpreted the data; Wrote the paper.
Weerayuth Supiwong: Performed the experiments.
Article No~e00042
13 http://dx.doi.org/10.1016/j.heliyon.2015.e00042
2405-8440/© 2015 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
Anja Weise: Analyzed and interpreted the data; Wrote the paper.
Kristin Mrasek, Nadezda Kosyakova: Analyzed and interpreted the data.
Alongkoad Tanomtong,[12_TD$DIFF] Krit Pinthong, Vladimir A. Trifonov, Marcelo de Bello
Cioffi, [13_TD$DIFF] Pierre Grothmann, Edivaldo H.C. de Oliveira: Contributed reagents,
materials, analysis tools or data.
Thomas Liehr: Conceived and designed the experiments; Contributed reagents,
materials, analysis tools or data; Wrote the paper.[14_TD$DIFF]
Competing interest statement
The authors declare no conflict of interest.
Funding statement
Xiaobo Fan was supported by the China Scholarship Council.
Additional information
[19_TD$DIFF]Supplementary data associated with this article can be found, in the online
version, at http://dx.doi.org/10.1016/j.heliyon.2015.e00042.
References
Amaral, P.J.S., Finotelo, L.F.M., De Oliveira, E.H.C., Pissinatti, A., Nagamachi,
C.Y., Pieczarka, J.C., 2008. Phylogenetic studies of the genus Cebus
(CebidaePrimates) using chromosome painting and G-banding. BMC Evol. Biol.
8, 169.
Ardito, G., Lamberti, L., Bigatti, P., Stanyon, R., Govone, D., 1987. NOR
distribution and satellite association in Callithrix jacchus. Caryologia 40,
185–194.
Archidiacono, N., Antonacci, R., Marzella, R., Finelli, P., Lonoce, A., Rocchi,
M., 1995. Comparative mapping of human alphoid sequences in great apes
using fluorescence in situ hybridization. Genomics 25, 477–484.
Bailey, J.A., Gu, Z., Clark, R.A., Reinert, K., Samonte, R.V., Schwartz, S.,
Adams, M.D., Myers, E.W., Li, P.W., Eichler, E.E., 2002. Recent segmental
duplications in the human genome. Science 297, 1003–1007.
Bedard, M.T., Ma, N.S.F., Jones, T.C., 1978. Chromosome banding patterns and
Nucleolar Organizing Regions in three species of Callithrichidae (Saguinus
oedipus, Saguinus fuscicollis and Callithrix jacchus). J Med. Primatol. 7, 82–97.
Article No~e00042
14 http://dx.doi.org/10.1016/j.heliyon.2015.e00042
2405-8440/© 2015 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
Bigoni, F., Koehler, U., Stanyon, R., Ishida, T., Wienberg, J., 1997. Fluorescene in
situ hybridization establishes homology between human and silvered leaf monkey
chromosomes, reveals reciprocal translocations between chromosomes homologous
to human Y/5, 1/9, and 6/16, and delineates an X1[15_TD$DIFF]X2Y1Y2/X1X1X2X2
sex-chromosome system. Am. J Phys. Anthropol. 102, 315–327.
Bucksch, M., Ziegler, M., Kosayakova, N., Mulatinho, M.V., Llerena Jr., J.C.,
Morlot, S., Fischer, W., Polityko, A.D., Kulpanovich, A.I., Petersen, M.B.,
Belitz, B., Trifonov, V., Weise, A., Liehr, T., Hamid, A.B., 2012. A new
multicolor fluorescence in situ hybridization probe set directed against human
heterochromatin: HCM-FISH. J Histochem. Cytochem. 60, 530–536.
Carbone, L., Harris, R.A., Gnerre, S., Veeramah, K.R., Lorente-Galdos, B.,
Huddleston, J., Meyer, T.J., Herrero, J., Roos, C., Aken, B., Anaclerio, F.,
Archidiacono, N., Baker, C., Barrell, D., Batzer, M.A., Beal, K., Blancher, A.,
Bohrson, C.L., Brameier, M., Campbell, M.S., Capozzi, O., Casola, C.,
Chiatante, G., Cree, A., Damert, A., de Jong, P.J., Dumas, L.,
Fernandez-Callejo, M., Flicek, P., Fuchs, N.V., Gut, I., Gut, M., Hahn, M.W.,
Hernandez-Rodriguez, J., Hillier, L.W., Hubley, R., Ianc, B., Izsvák, Z.,
Jablonski, N.G., Johnstone, L.M., Karimpour-Fard, A., Konkel, M.K., Kostka,
D., Lazar, N.H., Lee, S.L., Lewis, L.R., Liu, Y., Locke, D.P., Mallick, S.,
Mendez, F.L., Muffato, M., Nazareth, L.V., Nevonen, K.A., O'Bleness, M.,
Ochis, C., Odom, D.T., Pollard, K.S., Quilez, J., Reich, D., Rocchi, M.,
Schumann, G.G., Searle, S., Sikela, J.M., Skollar, G., Smit, A., Sonmez, K.,
ten Hallers, B., Terhune, E., Thomas, G.W., Ullmer, B., Ventura, M.,
Walker, J.A., Wall, J.D., Walter, L., Ward, M.C., Wheelan, S.J., Whelan, C.W.,
White, S., Wilhelm, L.J., Woerner, A.E., Yandell, M., Zhu, B., Hammer, M.F.,
Marques-Bonet, T., Eichler, E.E., Fulton, L., Fronick, C., Muzny, D.M., Warren,
W.C., Worley, K.C., Rogers, J., Wilson, R.K., Gibbs, R.A., 2014. Gibbon
genome and the fast karyotype evolution of small apes. Nature 513, 195–201.
[17_TD$DIFF]de Oliveira, E.H.C., Neusser, M., Figueiredo, W.B., Nagamachi, C., Pieczarka,
J.C., 2002. The phylogeny of howler monkeys (Alouatta, Platyrrhini):
reconstruction by multicolor cross-species chromosome painting. Chromosome
Res. 10, 669–683.
[17_TD$DIFF]de Oliveira, E.H.C., Neusser, M., Müller, S., 2012. Chromosome evolution in
new world monkeys (Platyrrhini). Cytogenet. Genome Res. 137, 259–272.
Eder, V., Mario, V., Ianigro, M., Teti, M., Rocchi, M., Archidiacono, N., 2003.
Chromosome 6 phylogeny in primates and centromere repositioning. Mol. Biol.
Evol. 20, 1506–1512.
Fan, X., Pinthong, K., Mkrtchyan, H., Siripiyasing, P., Kosyakova, N.,
Supiwong, W., Tanomtong, A., Chaveerach, A., Liehr, T., de Bello Cioffi, M.,
Article No~e00042
15 http://dx.doi.org/10.1016/j.heliyon.2015.e00042
2405-8440/© 2015 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
Weise, A., 2013. First detailed reconstruction of the karyotype of
Trachypithecus cristatus (Mammalia: Cercopithecidae). Mol. Cytogenet. 6, 58.
Fan, X., Sangpakdee, W., Tanomtong, A., Chaveerach, A., Pinthong, K.,
Pornnarong, S., Supiwong, W., Trifonov, V.A., Hovhannisyan, G.G.,
Aroutouinian, R.M., Liehr, T., Weise, A., 2014a. Molecular cytogenetic analysis
of Thai southern pig-tailed macaque (Macaca nemestrina) by multicolor
banding. Proceedings of Yerevan State University 2014 46–50.
Fan, X., Sangpakdee, W., Tanomtong, A., Chaveerach, A., Pinthong, K.,
Pornnarong, S., Supiwong, W., Trifonov, V., Hovhannisyan, G., Loth, K.,
Hensel, C., Liehr, T., Weise, A., 2014b. Comprehensive molecular cytogenetic
analysis of Barbary macaque (Macaca sylvanus). Biol. J Arm. 66, 98–102.
Fan, X., Tanomtong, A., Chaveerach, A., Pinthong, K., Pornnarong, S.,
Supiwong, W., Liehr, T., Weise, A., 2014c. High resolution karyotype of Thai
crab-eating macaque (Macaca fascicularis). Genetika 46, 877–882.
Finelli, P., Stanyon, R., Plesker, R., Ferguson-Smith, M.A., O'Brien, P.C.,
Wienberg, J., 1999. Reciprocal chromosome painting shows that the great
difference in diploid number between human and African green monkey is
mostly due to non-Robertsonian fissions. Mamm. Genome 10, 713–718.
Finstermeier, K., Zinner, D., Brameier, M., Meyer, M., Kreuz, E., Hofreiter, M.,
Roos, C., 2013. A mitogenomic phylogeny of living primates. PLoS One 8,
e69504.
Freitas, L., Seuánez, H., 1982. Chromosome heteromorphisms in Cebus apella.
J Hum. Evol. 10, 173–180.
Ford, S.M., 1986. Systematics of the New World monkeys. In: Swindler, D.R.,
Erwin, J. (Eds.), Comparative primate biology, volume I: systematics, evolution
and anatomy. Alan R Liss, New York, pp. 73–135.
Fungtammasan, A., Walsh, E., Chiaromonte, F., Eckert, K.A., Makova, K.D.,
2012. A genome-wide analysis of common fragile sites: what features determine
chromosomal instability in the human genome. Genome Res. 22, 993–1005.
Garcia, F., Nogues, C., Ponsa, M., Ruiz-Herrera, A., Egozcue, J., Garcia Caldes,
M., 2000. Chromosomal homologies between humans and Cebus apella
(Primates) revealed by ZOO-FISH. Mamm. Genome 11, 399–401.
Goodpasture, C., Bloom, S.E., 1975. Visualization of nucleolar organizer regions
im mammalian chromosomes using silver staining. Chromosoma 53, 37–50.
Article No~e00042
16 http://dx.doi.org/10.1016/j.heliyon.2015.e00042
2405-8440/© 2015 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
Gross, M., Starke, H., Trifonov, V., Claussen, U., Liehr, T., Weise, A., 2006.
A molecular cytogenetic study of chromosome evolution in chimpanzee.
Cytogenet. Genome Res. 112, 67–75.
Groves, C., 2001. Primate Taxonomy (Smithsonian Series in Comparative
Evolutionary Biology). Smithsonian Institution Press, Washington, London.
Jones, T.C., Ma, N.S.F., 1975. Cytogenetics of the squirrel monkey
(Saimiri sciureus). Fed Proc 34, 1646–1650.
Kay, R.F., 2015. New World monkey origins. Science 347, 1068–1069.
Koehler, U., Arnold, N., Wienberg, J., Tofanelli, S., Stanyon, R., 1995.
Genomic reorganization and disrupted chromosomal synteny in the siamang
(Hylobates syndactylus) revealed by fluorescence in situ hybridization.
Am. J Phys. Anthropol. 97, 37–47.
Li, R., Fan, W., Tian, G., Zhu, H., He, L., Cai, J., Huang, Q., Cai, Q., Li, B.,
Bai, Y., Zhang, Z., Zhang, Y., Wang, W., Li, J., Wei, F., Li, H., Jian, M., Li, J.,
Zhang, Z., Nielsen, R., Li, D., Gu, W., Yang, Z., Xuan, Z., Ryder, O.A., Leung,
F.C., Zhou, Y., Cao, J., Sun, X., Fu, Y., Fang, X., Guo, X., Wang, B., Hou, R.,
Shen, F., Mu, B., Ni, P., Lin, R., Qian, W., Wang, G., Yu, C., Nie, W., Wang,
J., Wu, Z., Liang, H., Min, J., Wu, Q., Cheng, S., Ruan, J., Wang, M., Shi, Z.,
Wen, M., Liu, B., Ren, X., Zheng, H., Dong, D., Cook, K., Shan, G., Zhang, H.,
Kosiol, C., Xie, X., Lu, Z., Zheng, H., Li, Y., Steiner, C.C., Lam, T.T., Lin, S.,
Zhang, Q., Li, G., Tian, J., Gong, T., Liu, H., Zhang, D., Fang, L., Ye, C.,
Zhang, J., Hu, W., Xu, A., Ren, Y., Zhang, G., Bruford, M.W., Li, Q., Ma, L.,
Guo, Y., An, N., Hu, Y., Zheng, Y., Shi, Y., Li, Z., Liu, Q., Chen, Y., Zhao, J.,
Qu, N., Zhao, S., Tian, F., Wang, X., Wang, H., Xu, L., Liu, X., Vinar, T.,
Wang, Y., Lam, T.W., Yiu, S.M., Liu, S., Zhang, H., Li, D., Huang, Y., Wang,
X., Yang, G., Jiang, Z., Wang, J., Qin, N., Li, L., Li, J., Bolund, L., Kristiansen,
K., Wong, G.K., Olson, M., Zhang, X., Li, S., Yang, H., Wang, J., Wang, J.,
2010. The sequence and de novo assembly of the giant panda genome. Nature
463, 311–317.
Liehr, T., Claussen, U., 2002. Multicolor-FISH approaches for the
characterization of human chromosomes in clinical genetics and tumor
cytogenetics. Curr. Genomics 3, 213–235.
Liehr, T., Heller, A., Starke, H., Rubtsov, N., Trifonov, V., Mrasek, K., Weise,
A., Kuechler, A., Claussen, U., 2002. Microdissection based high resolution
multicolor banding for all 24 human chromosomes. Int. J Mol. Med. 9,
335–339.
Liehr, T., Starke, H., Heller, A., Kosyakova, N., Mrasek, K., Gross, M., Karst,
C., Steinhaeuser, U., Hunstig, F., Fickelscher, I., Kuechler, A., Trifonov, V.,
Article No~e00042
17 http://dx.doi.org/10.1016/j.heliyon.2015.e00042
2405-8440/© 2015 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
Romanenko, S.A., Weise, A., 2006. Multicolor fluorescence in situ hybridization
(FISH) applied to FISH-banding. Cytogenet. Genome Res. 114, 240–244.
Liehr, T., Kosayakova, N., Schröder, J., Ziegler, M., Kreskowski, K., Pohle, B.,
Bhatt, S., Theuss, L., Wilhelm, K., Weise, A., Mrasek, K., 2011. Evidence for
correlation of fragile sites and chromosomal breakpoints in carriers of
constitutional balanced chromosomal rearrangements. Balkan J Med. Genet. 14,
13–16.
Luke, S., Verma, R.S., 1992. Origin of human chromosome 2. Nat. Genet. 2,
11–12.
Misceo, D., Capozzi, O., Roberto, R., Dell'oglio, M.P., Rocchi, M., Stanyon, R.,
Archidiacono, N., 2008. Tracking the complex flow of chromosome
rearrangements from the Hominoidea ancestor to extant Hylobates and
Nomascus gibbons by high-resolution synteny mapping. Genome Res. 18,
1530–1537.
Mrasek, K., Heller, A., Rubtsov, N., Trifonov, V., Starke, H., Rocchi, M.,
Claussen, U., Liehr, T., 2001. Reconstruction of the female Gorilla gorilla
karyotype using 25-color FISH and multicolor banding (MCB). Cytogenet. Cell
Genet. 93, 242–248.
Mrasek, K., Heller, A., Rubtsov, N., Trifonov, V., Starke, H., Claussen, U.,
Liehr, T., 2003. Detailed Hylobateslar karyotype defined by 25-color FISH and
multicolor banding. Int. J Mol. Med. 12, 139–146.
Mrasek, K., Schoder, C., Teichmann, A.C., Behr, K., Franze, B., Wilhelm, K.,
Blaurock, N., Claussen, U., Liehr, T., Weise, A., 2010. Global screening and
extended nomenclature for 230 aphidicolin-inducible fragile sites, including 61
yet unreported ones. Int. J Oncol. 36 (4), 929–940.
Mudry, M., Ponsa, M., Borell, A., Egozcue, J., Garcia, M., 1994. Prometaphase
chromosomes of the howler monkey (Alouatta caraya): G, C, NOR and
restriction enzyme (Res) banding. Am J Primatol 33, 121–132.
Müller, S., Wienberg, J., 2001. Bar-coding primate chromosomes: Molecular
cytogenetic screening for the ancestral hominoid karyotype. Hum. Genet. 109,
85–94.
Neusser, M., Stanyon, R., Bigoni, F., Wienberg, J., Müller, S., 2001. Molecular
cytotaxonomy of New World monkeys (Platyrrhini) –comparative analysis of
five species by multi-color chromosome painting gives evidence for a
classification of Callimico goeldii within the family of Callitrichidae. Cytogenet.
Cell Genet. 94, 206–215.
Article No~e00042
18 http://dx.doi.org/10.1016/j.heliyon.2015.e00042
2405-8440/© 2015 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
Perelman, P., Johnson, W.E., Roos, C., Seuanez, H.N., Horvath, J.E., Moreira,
M.A.M., Kessing, B., Pontius, J., Roelke, M., Rumpler, Y., Schneider, M.P.C.,
Silva, A., O'Brien, S.J., Pecon-Slattery, J., 2011. A molecular phylogeny of
living primates. PLoS Genet. 7, e1001342.
Perez, S.I., Rosenberger, A.L., 2014. The status of platyrrhine phylogeny: a
metaanalysis and quantitative appraisal of topological hypotheses. J Hum. Evol.
76, 177–187.
Rahn, I.M., Mudry, M.D., Merani, M.S., Solari, A.J., 1996. Meiotic behavior of
the X1 [18_TD$DIFF][1_TD$DIFF]X2Y1Y2 quadrivalent of the primate Alouatta caraya. Chromosome Res.
4, 350–356.
Richard, F., Lombard, M., Dutrillaux, B., 1996. ZOO-FISH suggests a complete
homology between human and Capucin monkey (Platyrrhini) euchromatin.
Genomics 36, 417–423.
Ried, T., Baldini, A., Rand, T.C., Ward, D.C., 1992. Simultaneous visualization
of seven different DNA probes by in sltu hybridization using combinatorial
fluorescence and digital imaging microscopy. Proc. Natl. Acad. Sci. USA 89,
1388–1392.
Rocchi, M., Archidiacono, N., Schempp, W., Capozzi, O., Stanyon, R., 2012.
Centromere repositioning in mammals. Heredity 108, 59–67.
Ruiz-Herrera, A., Castresana, J., Robinson, T.J., 2006. Is mammalian
chromosomal evolution driven by regions of genome fragility? Genome Biol. 7,
R115.
She, X., Horvath, J.E., Jiang, Z., Liu, G., Furey, T.S., Christ, L., Clark, R.,
Graves, T., Gulden, C.L., Alkan, C., Bailey, J.A., Sahinalp, C., Rocchi, M.,
Haussler, D., Wilson, R.K., Miller, W., Schwartz, S., Eichler, E.E., 2004. The
structure and evolution of centromeric transition regions within the human
genome. Nature 430, 857–864.
Sherlock, J.K., Griffin, D.K., Delhanty, J.D.A., Parrington, J.M., 1996.
Homologies in human and marmoset (Callithrix jacchus) chromosomes revealed
by comparative chromosome painting. Genomics 33, 214–219.
Schrago, C.G., Russo, C.A., 2003. Timing the origin of New World monkeys.
Mol. Biol. Evol. 20, 1620–1625.
Srivastava, P.K., Srivastava, A.K., Lucas, F.V., 1969. Somatic chromosomes of
squirrel monkey (Saimiri sciureus). Primates 10, 171–180.
Stanyon, R., Wienberg, J., Romagno, D., Bigoni, F., Jauch, A., Cremer, T.,
1992. Molecular and classical cytogenetic analyses demonstrate an apomorphic
Article No~e00042
19 http://dx.doi.org/10.1016/j.heliyon.2015.e00042
2405-8440/© 2015 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
reciprocal chromosomal translocation in Gorilla gorilla. Am. J Phys. Anthropol.
88, 245–250.
Stanyon, R., Consigliére, S., Müller, S., Morescalchi, A., Neusser, M.,
Wienberg, J., 2000. Fluorescence in situ hybridization (FISH) maps
chromosomal homologies between the dusky titi and squirrel monkey.
Am. J Primatol. 50, 95–107.
Stanyon, R., Rocchi, M., Capozzi, O., Roberto, R., Misceo, D., Ventura, M.,
Cardone, M.F., Bigoni, F., Archidiacono, N., 2008. Primate chromosome
evolution: Ancestral karyotypes, marker order, and neocentromeres.
Chromosome Res. 16, 17–39.
Ventura, M., Weigl, S., Carbone, L., Cardone, M.F., Misceo, D., Teti, M.,
D'Addabbo, P., Wandall, A., Björck, E., de Jong, P.J., She, X., Eichler, E.E.,
Archidiacono, N., Rocchi, M., 2004. Recurrent sites for new centromere
seeding. Genome Res. 14, 1696–1703.
Ventura, M., Antonacci, F., Cardone, M.F., Sprague, L.J., Eichler, E.E.,
Archidiacono, N., Rocchi, M., 2007. Evolutionary formation of new centromeres
in macaque. Science 316, 243–246.
Weise, A., Mrasek, K., Fickelscher, I., Claussen, U., Cheung, S.W., Cai, W.W.,
Liehr, T., Kosyakova, N., 2008. Molecular definition of high-resolution
multicolor banding probes: first within the human DNA sequence anchored
FISH banding probe set. J Histochem. Cytochem. 56, 487–493.
Weise, A., Kosyakova, N., Voigt, M., Aust, N., Mrasek, K., Wilhelm, K., Liehr,
T., Fan, X., 2015. Comprehensive analyses of white-handed gibbon
chromosomes enables access to 92 evolutionary conserved breakpoints compared
to the human genome. Cytogenet. Genome Res. 145, 42–49.
Wienberg, J., 2005. Fluorescence in situ hybridization to chromosomes as a tool
to understand human and primate genome evolution. Cytogenet. Genome Res
108, 139.
Wienberg, J., Jauch, A., Stanyon, R., Cremer, T., 1990. Molecular cytotaxonomy
of primates by chromosomal in situ suppression hybridization. Genomics 8,
347–350.
Wienberg, J., Stanyon, R., Jauch, A., Cremer, T., 1992. Homologies in human
and Macaca fuscata chromosomes revealed by in situ suppression hybridization
with human chromosome specific DNA libraries. Chromosoma 101, 265–270.
Article No~e00042
20 http://dx.doi.org/10.1016/j.heliyon.2015.e00042
2405-8440/© 2015 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
